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CLAIMS 



1 . A composition comprising or consisting of at least one polynucleic acid containing 8 or 
more contiguous nucleoAdes selected from at least one of the following HCV sequences: 
- an HCV type 3 genomic sequence, more particularly in any of the following 
regions: 

the region spLning positions 417 to 957 of the Core/El region of HCV subtype 
3a, 

the region spanking positions 4664 to 4730 of the NS3 region of HCV type 3, 
the region spannVng positions 4892 to 5292 of the NS3/4 region of HCV type 
3, 

the region spanning positions 8023 to 8235 of the NS5 region of HCV subtype 
3a, 

an H£V subtype 3cWeno\mic sequence, 

an HCV subtype 2d genomic \equfcnce, 

an HCV tybe 4 genomic sequenVef 

the coding region oftHCV subt^pV 
with said nucleotiknumbWing b^g^Sth respect to m\ numbering of HCV nucleic acids as 
shown in Table 1, and withkid l^^c^m^nt^Lg at least one nucleotide difference 
with known HCV polynu^G acid se^ences \4he above-indicated regions, or the 
complement thereof. 

2. A composition according to claim 1, wh\rein said polynucleic acids correspond to a 
nucleotide sequence selected from any of the following HCV genomic sequences: 

- an HCV genomic sequence as having a homology of at least 67%, preferably more than 
69%, most preferably 71% or more to any of th\ sequences as represented in SEQ ID NO 
13, 15, 17, 19, 21, 23, 25 or 27 in the region\spanning positions 417 to 957 of the 
Core/El region; 

- an HCV genomic sequence as having a homology cV at least 65%, preferably more than 
67%, most preferably 69% or more to any of the sequences as represented in SEQ ID NO 
19, 21, 23, 25 or 27 in the region spanning positions 674 to 957 of the El region; 

- an HCV genomic sequence, having a homology of at lebt 79%, more preferably at least 
81%, most preferably more than 83% or more to any ofVhe sequences as represented in 
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SEQ ID NO 147 in the region spanning positions 1 to 378 of the Core region ; 
an HCV genomic sequence having a homology of at least 74%, more preferably at least 
76%, most preferably more than 78% or more to any of the sequences as represented in 
SEQ ID NO 13, 15, 17, 19, 2^, 23, 25 or 27 in the region spanning positions 417 to 957 
in the Core/El region; 

an HCV genomic sequence haVing a homology of at least 74%, preferably more than 
76%, most preferably 78% or more to any of the sequences as represented in SEQ ED NO 
13, 15, 17, 19, 21, 23, 25 or 27fcn the region spanning positions 574 to 957 in the El 
region; 

- an HCV genomic sequence having ^homology of more than 73 . 5%, preferably more than 
74%, most preferably 75% homology to any of the sequence as represented in SEQ ED 
NO 29 in the region spanning positions 4664 to 4730 of the NS3 region; 
an HCV genomic sequence having a homology of more than 70%, preferably more than 
72%, most preferably more than - J4%Ao^aology to any of the sequences as represented 
in SEQ ED NO 29, 31, 3^35, 37 or 3^ in the^region spanning positions 4892 to 5292 
in the NS3/NS4 region/ 
an HCV genomic sequencefhaving a hoiAology/of more than 95%, preferably 95,5%, 
most preferably 96%^ homology to any of thb^etfuences as"r§presented in SEQ ID NO 5, 
7, 1, 3, 9 or 11 in thVregionWanninj^I^iVions 8023 to 8235\>f the NS5 region; 
- an HCV genomic sequence of fhe BR36 subjroup of HCV typJ 3a having a homology 
of more than 96%, preferably 96.5%<^fno^referaDTy 97%yfaomology to any of the 
sequences as represented in SEq\|D NO 5, 7\ 1, 3, 9 op/fl in the region spanning 
positions 8023 to 8192 of the NS5B\region; 
an HCV genomic sequence having a homology af Vnore than 79%, more preferably more 
than 81%, and most preferably more than 83% to the sequence as represented in SEQ ED 
NO 149 in the region spanning positions 7932 to 8i71 in the NS5B region. 

3. A composition according to claim 1, wherein said pblynucleic acids correspond to a 
nucleotide sequence selected from any of the following HCV genomic sequences: 

an HCV genomic sequence having a homology of more man 85%, preferably more than 
86%, most preferably more than 87% homology to any oftthe sequences as represented 
in SEQ ED NO 41, 43, 45, 47, 49, 51, 53 or 151 in the region spanning positions 1 to 
573 of the Core region; 
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an HCV genomic sequence having a homology of more than 61%, preferably more than 
63%, most preferably mdre than 65% homology to any of the sequences as represented 
in SEQ ID NO 41, 43, 45, 47, 49, 51, 53, 153 or 155 in the region spanning positions 
574 to 957 of the El regibn; 

an HCV genomic sequence having a homology of more than 76.5%, preferably of more 
than 77%, most preferablyW more than 78% homology with any of the sequences as 
represented in SEQ ID NO 57, 197 or 199 in the region spanning positions 3856 to 
4209 of the NS3 region; 
an HCV genomic sequence hkving a homology of more than 68%, preferably of more 
than 70%, most preferably of more than 72% homology with the sequence as represented 
in SEQ ED NO 157 in the regiAn spanning positions 980 to 1 179 of the E1/E2 region; 
an HCV genomic sequence haviAg a homology of more than 57%, preferably more than 
59%, most preferably more than bl% homology to any of the sequences as represented 
in SEQ ID NO 59 or 61 in the regi on spann ing positions 4936 to 5296 of the NS4 region; 
an HCV genomic sequenj^tfa^gj^Ji^ than 93%, preferably more than 



93.5%, most preferabbf^ore than 94% homology tb any of the sequences as represented 
in SEQ ED NO 159 or 1ST in the region spanning positions 7932 to 8271 of the NS5B 



region. 



/ 



4. A composition according t& claim/1, v^gpehTsaid pol^nucleic acids correspond to a 
nucleotide sequence selected from any'of/tneYollowing H0V genomic sequences: 

an HCV genomic sequence h^ingJJt^^ than 66%, preferably more than 

68%o, most preferably more thafi^70% ^rmu^gy in the^El region spanning positions 574 
to 957 to any of the sequences as represented in SEQ ID NO 1 18, 120 or 122 in the 
region spanning positions 1 to 957 of the Co\e/El region; 

an HCV genomic sequence having a homology! of more than 71%, preferably more than 
72%o, most preferably more than 74% homology to any of the sequences as represented 
in SEQ ID NO 118, 120 or 122 in the region soanning positions 379 to 957; 
- an HCV genomic sequence having a homology or more than 85%, preferably more than 
86%, most preferably more than 86.5% homologyuo any of the sequences as represented 
in SEQ ID NO 183, 185 or 187 in the region spanning positions 379 to 957 of the El 
region; \ 

an HCV genomic sequence having a homology of more than 81%, preferably more than 
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83%, most preferably morb than 85% homology to the sequence as represented in SEQ 
ID NO 189 in the region spanning positions 379 to 957 of the El region; 
an HCV genomic sequence! having a homology of more than 85%, preferably more than 
87%, most preferably mordthan 89% homology to any of the sequences as represented 
in SEQ ID NO 167 or 169 ih the region spanning positions 379 to 957 of the El region; 
an HCV genomic sequence Having a homology of more than 79%, preferably more than 
81%, most preferably more than 83% homology to any of the sequences as represented 
in SEQ ED NO 171 or 173 in the region spanning positions 379 to 957 of the El region; 
an HCV genomic sequence havW a homology of more than 84%, preferably more than 
86%, most preferably more than\88% homology to the sequence as represented in SEQ 
ID NO 175 in the region spanning positions 379 to 957 of the El region; 
an HCV genomic sequence havingla homology of more than 83%, preferably more than 
85%, most preferably more than 87% homology to the sequence as represented in SEQ 
ED NO 177 in the region spanningJ>ositions 379 to 957 of the El region , 
an HCV genomic sequence having a homcNogy of more than 76%, preferably more than 
78%, most preferably m^re than 80%\homolbgy to the sequence as represented in SEQ 
ID NO 179 in the region spanning positions B 79 to 957 of the El region; 
an HCV genomic sequence hVving a homoig^^^ore than 84%, preferably more than 
86%, most preferably nior^tlAn 88%^t6mology to the sWience as represented in SEQ 
ID NO 181 in the region spanning pte^itiohs 379 to 957 of the El region ; 
an HCV genomic sequence haviite a homology of more tl/an 73%, preferably more than 



of the sequences as represented 
le region spanning positions 7932 to 



75%, most preferably more than y^5^homolBg5 
in SEQ ID NO 106, 108, 110, ly2\\14, or 11^ 
8271 of the NS5 region ; 
an HCV genomic sequence having a homology hf more than 88%, preferably more than 
89%, most preferably more than 90% homology to any of the sequences as represented 
in SEQ ID NO 106, 108, 1 10, or 1 12 in the regidji spanning positions 7932 to 8271 of . 
the NS5 region; 

an HCV genomic sequence having a homology of nk>re than 88%, preferably more than 
89%, most preferably more than 90% homology to any of the sequences as represented 
in SEQ ED NO 116 or 201 in the region spanning positions 7932 to 8271 of the NS5 
region; 

an HCV genomic sequence having a homology of more khan 87%, preferably more than 
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89%, most preferably Vnore than 90% homology to the sequence as represented in SEQ 
ED NO 203 in the regidn spanning positions 7932 to 8271 of the NS5 region; 
an HCV genomic sequerice having a homology of more than 85%, preferably more than 
87%, most preferably moie than 89% homology to the sequence as represented in SEQ 
ED NO 1 14 in the region scanning positions 7932 to 8271 of the NS5 region; 
an HCV genomic sequence paving a homology of more than 86%, preferably more than 
87%, most preferably more tttan 88% homology to the sequence as represented in SEQ 
ED NO 207 in the region spanding positions 7932 to 8271 of the NS5 region; 
an HCV genomic sequence having a homology of more than 84%, preferably more than 
86%, most preferably more than 8&% homology to the sequence as represented in SEQ 
ED NO 209 in the region spanning Positions 7932 to 8271 of the NS5 region; 
an HCV genomic sequence having aVomology of more than 81%, preferably more than 
83%, most preferably more than 85%Viomology to the sequence as represented in SEQ 
ED NO 211 in the region spanning positions 7932 to 8271 of the NS5 region. 

5. A composition according to^laim 1, wlflerein said polynucleic acids correspond to a 
nucleotide sequence selectecL/from Any of the Mlowing HCV genomic sequences: 

an HCV genomic sequence having a homoloW of chore than 78%, preferably more than 
80%, most preferably m&re tham 82% homol^wfoth^^guence as represented in SEQ 
ID NO 143 in the region spanning positions^??) to 957 of th^Core/El region; 
an HCV genomic sequence having\a homMogy Af more than 74%, preferably more than 
76%, most preferably more than 78% homology tto the sequence as represented in SEQ 
ID NO 143 in the region spanning pqsition3^?4--W957; 

an HCV genomic sequence having a l^mology of more th^n 87%, preferably more than 
89%, most preferably more than 91% homology toVh^sequence as represented in SEQ 
ID NO 145 in the region spanning positnjnT7932 to\8271 of the NS5B region. 

6. A composition according to any of claims 1 to 5, whenein said polynucleic acid is liable 
to act as a primer for amplifying the nucleic acid of a certainyisolate belonging to the genotype 
from which the primer is derived. 

7. A composition according to any of claims 1 to 5, wherein said polynucleic acid is able 
to act as a hybridization probe for specific detection and/or classification into types of a 
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nucleic acid containing said nucleotide sequence, with said oligonucleotide being possibly 
labelled or attached to a solid substrate. 

8. Use of a composition according to any of claims 1 to 7 for in vitro detecting the presence 
of one or more HCV genotypes, m&re particularly for detecting the presence of a nucleic acid 
of any of the HCV genotypes havirig a nucleotide sequence as defined in any of claims 1 to 
5, present in a biological sample liable to contain them, comprising at least the following 
steps: 

(i) possibly extracting sample nufcleic acid, 

(ii) possibly amplifying the nucleic acid with at least one of the primers according to 
claim 6 or any other HCV \ype 2, HCV type 3, HCV type 4, HCV type 5 or 
universal HCV primer, 

(iii) hybridizing the nucleic acids 4f the biological sample, possibly under denatured 
conditions, and with said nucleic acids being possibly labelled during or after 
amplification, at appropriate co nditions wi th one or more probes according to claim 
7, with said probes beij^fpreferably attached tb>^ solid substrate, 

(iv) washing at approprate^^nditions) 

(v) detecting the hybrios>4ormed, 

(vi) inferring the presente^Q^me or mo^4^^^gehotyp65^pi^sent from the observed 
hybridization pattern. \ 



9. A composition consisting of or comprising at reast one peptide or polypeptide containing 

( \ \ \ f y 

in its sequence a contiguous sequence ©f\Vt\leastt5 amino apius^pr an HCV polyprotein 

encoded by any of the polynucleic acids a^o\^gJo^ay^of claims 1 to 5. 

10. A composition according to claim 9, wherein said contiguous sequence contains in its 
sequence at least one of the following amino acid residues: 

L7, Q43, M44, S60, R67, Q70, T71, A79, A87, N10& K115, A127, A190, S130, V134, 
G142, 1144, E152, A157, V158, P165, S177 or Y177, iW V180 or E180 or F182, R184, 
1186, H187, T189, A190, S191 or G191, Q192 or L192 o\ 1192 or V192 or E192, N193 or 
H193 or P193, W194 or Y194, H195, A197 or 1197 or V19U or T197, V202, 1203 or L203, 
Q208, A210, V212, F214, T216, R217 or D217 or E217 or ¥217, H218 or N218, H219 or 
V219 orL219, L227 or 1227, M23 1 or E23 1 or Q231, T232 or\D232 or A232 or K232, Q235 
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or 1235, A237 or T237, li 2 , 1246, S247, S248, V249, S250 or Y250, 125 1 or V 25 , or M25 , 
or F251, D252, T254 or vfe 5 4, L255 or V255, E256 or A256, M258 or F258 or V258 A260 
or Q260 or S260, A261, 7*64 or Y264, M265, 1266 or A266, A267, G268 or T268 F271 or 
M271 or V271. 1277, M2sb or H280, 1284 or A284 or L84, V274, V291, N292 or S292 
R293 or 1293 or Y293, Q294: or R294, L297 or 1297 or Q297, A299 or K299 or Q299 N303 
or T303, T308 or L308, T3 h or F310 or A310 or D310 or V3,0, L313, G317 or Q317 
L333, S351, A358, A359, Ash, S364, A366, T369, L373, F376, Q386, 1387 S392 I39 9 ' 
F402, 1403, R405, D454, A46l\ A463, T464, K484, Q500, E501, S521, K522 H524 N52 8 ' 
S531, S532, V534, F536, F537 ,W 1546, C1282, A1283, H1310, V1312, Q1321 P136 8 ' 
V1372, V1373, K1405, Q1406, S JUo9, A1424, A1429, C1435, S1436, S1456, H1496 AISCM 
D1510, D1529, 11543, N1567, DlsW N1567, M1572, Q1579, L1581, S1583 F158s' V159 5 ' 
E1606 or T1606, M161 1, V1612 o\ L1612, P1630, C1636, P1651, T1656 or 11656 L166 3 ' 
V1667, V1677, A1681, H1685, E16 8 V G1689, V1695, A1700, Q1704, Y1705 A1713 A1714 
or S1714, M1718. D1719, A1721 oA T 1721, R1722, A1723 or V1 723, H1726 or G17?6 
EI730, V1732, F1735, 11736, S1737, Al738, T1739, G1740. Q1741, K1742, Q1743 A174 4 ' 
T1745, L1746, E1747 or K 1747, 1174* A1750, T1751 or A1751, V1753, N1755 K1756 
A1757, P1758, A1759, H1762, T1763 Wl764, P2645, A2647, K2650, K2653 or L^Ss" 
S2664, N2673, F2680, K268 1 ,^5B^Sp2>02695 or L2695 or 12695 V2712 F271 5 ' 
V2719 or Q2719, T2722, 72^, S2725, ^726,^2729, Y2735, H2739, 12748 G2746 or 
12746, 12748, P2752 or K?75 2 .P2754 or ^754, j"2757 or P2757, 

with said notation being /ompos\d of a letteLp ienting the ammo acid residue by its one- 
letter code, and a numt(er repressing theJU^^^ g according tQ KatQ ^ a , 
1990 as shown in Table r 

11. A composition according to anvk of claimsJb-rn— lo ,„u^y j 

8 myy or ciai^s^-TfT--^Q^heyAn said contiguous sequence 

is selected from any of the following Wluninolicid seances: 

- a sequence having a homology of J^jh^Ac^erably more than 74%, and most 
preferably more than 7 7 o/ 0 homology to any of the. amino acid sequences as represented ,n 
SEQ ID NO 14, 16, 18, 20, 22, 24, 26 or 28 in th\ region spanning positions 140 to 3 19 
in tiie Core/El region; 

- a sequence having a homology of more than 70%, preferably more than 72%, and most 
preferably more than 75% homology to any of the amL acid sequences as represented in 
SEQ ED NO 14, 16, 18, 20, 22, 24, 26 or 28 in the El\region spanning positions 192 
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319; J 

- a sequence having a homology of more than 86%, preferably more than 88%, and most 
preferably more than 90%Vhomology to the amino acid sequences as represented in SEQ 
ID NO 148 in the region scanning positions 1 to 1 10 in the Core region; 

- a sequence having a homology of more than 76%, preferably more than 78%, most 
preferably more than 80% to\any of the amino acid sequences as represented in SEQ ID 
NO 30, 32, 34, 36, 38 or 40 in the region spanning positions 1646 to 1764 in the NS3/NS4 
region; \ 

- a sequence having a homology oV more than 81.5%, preferably more than 83%, and most 
preferably more than 86% homology to any of the amino acid sequences as represented in 
SEQ ID NO 14, 16, 18, 20, 22, 24, 26 or 28 in the El region spanning positions 192 to 
319; \ 

- a sequence having a homology ofVnore than 86%, preferably more than 88%, most 
preferably more than 90^tOThe amtfto acid sequence as represented in SEQ ED NO 150 
in the region spanning positions 2645 \o\757 in the NS5B region; 

12. A composition according to any of clai ms 9 or 10, wherein said contiguous sequence 
is selected from any of the fotlowingHCfvAmino acid se^^ences: 

- a sequence having a homblogy of mora than 80%, preferably more than 82%, most 
preferably more than 84% hotnology to anfl of the amino aciju sequences as represented In 
SEQ ID NO 118, 120, and 122 in tbe^egidb spaiimn^p^ltions 127 to 319, 

- a sequence having a homologyfof more than 73^^referably more than 75%, most 
preferably more than 78% homolog^Hfl^the-ETTregion spanning positions 192 to 3 19 to any 
of the amino acid sequences as represented in SEQ ID NO 118, 120, and 122, in the region 
spanning positions 127 to 319, \ 

- a sequence having more than 85%, preferably mbre than 86%, most preferably more than 
87% homology to any of the amino acid sequenced as represented in SEQ ID NO 118, 120 
or 122, in the region spanning positions 192 to 3 lb. 

13. A composition according to any of claims 9 or lV), wherein said contiguous sequence 
is selected from any of the following HCV amino acid Wquences: 

- a sequence having more than 93%, preferably more than 94%, most preferably more than 
95% homology in the region spanning Core positions \ to 191 to any of the amino acid 
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sequences as represented in SEQ ED NO 42, 44, 46, 48, 50, 52, 54, or 152; 

- a sequence h\ving more than 73%, preferably more than 74%, most preferably more than 
76% homologY in the region spanning El positions 192 to 3 19 to any of the amino acid 
sequences as represented in SEQ ID NO 42, 44, 46, 48, 50, 52, 54, 154 or 156; 

- a sequence spannW positions 1286 to 1403 of the NS3 region, with said sequence being 
characterized as hLing more than 90%, preferably more than 91%, most preferably more 
than 92% homologAto any of the amino acid sequences represented in SEQ ID NO 56 to 
58; 

- a sequence spanning petitions 1 646 to 1 764 of the NS3/4 region, with said sequence being 
characterized as having naore than 66%, more particularly 68%, most particularly 70% or 
more homology to any ofVhe amino acid sequences as represented in SEQ ID NO 60 or 

62. 

14. A composition accordjag^ o a\iy of claims 9 to 10, wherein said contiguous sequence is 
selected from any of>tne following HCV amido acid sequences: 

- a sequence having a more than h%, pn/ferably more than 85%, most preferably more 
than 87% homology k the region^paXng_Gore_£ositions 1 to 319 to the amino acid 
sequence as W>resenteo\ in SEQ YD^p\AA, 

- a sequence having a nXe th^^JNpreferably more thaJk 81%, most preferably more 
than 84% homology in th\ region spaJ^ang-Bl-^tions p2 to 319 to the amino acid 



sequence as represented in SEQ 



a sequence having more than WVo, more p%icularly^0%\ most particularly 97% or more 
homology to the amino acid sequence as j^&asented in SEQ ED NO 146, in the region 



spanning positions 2645 to 275* 



le NS5^Vegion. 

\ 



15. A composition according to any of claims 9 to ^4, wherein said sequence is selected from 
the following peptides: 

QPTGRSWGQ (SEQ ED NO 93) 

RSEGRTSWAQ (SEQ ID NO 220) 

RTEGRTSWAQ (SEQ ID NO 221) 

SRRQPEPRARRTEGRSWAQ (SEQ ED NO 268) 

LEWRNTSGLYVL (SEQ ED NO 83) 

VNYRNASGIYHI (SEQ ED NO 126) 
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ISGIYHV (SEQ ED NO 127) 
■JASGIYHI (SEQ ED NO 128) 
4ASGIYK (SEQ ID NO 224) 
VPYR^IASGIYHV (SEQ ID NO 84) 
VNYRNASGIYHI (SEQ ID NO 225) 
VNYRNASIGVYHI (SEQ ID NO 226) 
VNYHNTSOJYHL (SEQ ID NO 227) 
QHYRNASGEYhV (SEQ ID NO 228) 
QHYRNVS GI yWv (SEQ ID NO 229) 
IHYRNASDGYYt (SEQ ID NO 230) 
LQVKNTTSSSYMWSEQ BD NO 231) 
VYEADDVTLHT (S^Q ID NO 85) 
VYETEHHELHL (SEQOD NO 129) 
VYEADHHIMHL (SEoVdNO 130) 
VYETDHH^HfT(SEQ IDyNOX31) 
VYEADNLELHA 

vwql; 

VYE/ 
VYETI 
VYETEI 

VFETVHHELHL (SEQ' 
VFETEHHELHL (SEQ ECX NO 23Z) 
VFETDHHIMHL (SEQ ED\N( 
VYETENHELHL (SEQ ID 
VYE AD AL EL HA (SEQ ED 
VQDGNTSTCWTPV (SEQ ED NO 87) 
VQDGNTSACWTPV (SEQ ED NO 241) 
VRVGNQSRCWVAL (SEQ ED NO 132) 
VRTGNTSRCWVPL (SEQ ED NO 133) 
VRAGNVSRCWTPV (SEQ ED NO 134) 
EEKGNISRCWEPV (SEQ ED NO 242) 
VKTGNQSRCWVAL (SEQ ED NO 243) 
VRTGNQSRCWVAL (SEQ ED NO 244) 
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VKTGNQ&RCWIAL (SEQ ED NO 245) 
VKTGNVskcWEPL (SEQ ED NO 247) 
VKTGNVSfScWISL (SEQ ED NO 248) 
VRKDNVSR(W VQ I (SEQ ED NO 249) 
VR YVG ATT Asy ( SEQ ED NO 89) 
APYIGAPLES (SEQ ID NO 135) 
APYVGAPLES (SEQ ED NO 136) 
AVSMDAPLES (SE<D ED NO 137) 
APSLGAVTAP (SEoVd NO 90) 
APSFGAVTAP (SEQ ED NO 250) 
VSQPGALTKG (SEQ EDVNO 251) 
VKYVGATTAS (SEQ ED NO 252) 
APYIGAPVES (SEQ ED NQ253) 
AQHLNAPLES (SEQ ED NO>254) 
SPYVGAPLEP (SEQ ED NO 25,5) 
SPYAGAPLEP (SEQ ED NO, 
APYLGAPLEP (SEQ 
APYLGAPLES (SE> 
APYVGAPLES (5 
VPYLGAPLTS 
APHLRAPLSS (SEQ ED NO 
APYLGAPLTS (SEQ ED NO 2^ 
RPRRHQTVQT (SEQ ED NO 91^ 
QPRRHWTTQD (SEQ ED NO 13^ 
RPRRHWTTQD (SEQ ED NO i: 
RPRQHATVQN (SEQ ED NO 92) 
RPRQHATVQD (SEQ ED NO 263) 
SPQHHKFVQD (SEQ ED NO 264) 
RPRRLWTTQE (SEQ ED NO 265) 
PPREHETTQD (SEQ ED NO 266) 
TISYANGSGPSDDK (SEQ ED NO 267) 



16. Recombinant vector, particularly for cloning and/or expression, with said recombinant 
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vector comprising Lector sequence an an 
3 *** *pe « Md/0 ^ , deriy "™ > "J - * *. HCV type 2 Md/or Hcy 

2, HCV tyne 3 tvn „ .1 g 6 ex P r ession of any of th<* fon • 

- \ DO , °\ ^ 5 P0J W"*es spanning the J ^ HCV 

Polypeptide. starting\at position 1 and m , g acid positions 

positions 70 and ^ J mg at Position in the l. 

and 326, niore pa nicuJarJy a p 0 i VDeDti , . 6g, ° n betWe *n 

Posnions , to 120, posuL , t0 15Q * .f^' S ^ Portion, 1 to 70, , t0 85 

of the Core protexn anA ' ^ 1 * I9l « P os *°<* 1 to 200 fo 

Protein, and Positions 1 to 26T ' for ex Pression 

and El protein; \ ' ~ ' " 326 - f - «P-sio„ of fe Core 

' Polypeptide staning at a% posit' 

-dingatanyp^^ U7 and 192, and 

positions 119 to 326, for egression of El or f ^ m ° re particuJar, v from 

-chor deleted (positions 264^^7^ " ^ -embrane 

a Polypeptide stanmg at an^ tion 

between positions 1556 and 1688, and 



ending at any position in t L 
*e NS4 regions, more pari ^rl 
Position 171, fore X press4 
starting at position 17i 2 
1743, 1712-1764, 1712-1782 
of the NS4b protein or pans 



betwe 



54a an 



'ding Between 



712- 



:reof. 



(itions 1739 and 1764 for ~ 
— ^ 4) tor expression of 

- at position 1658 and ending at 
^re particularly, a p olypeptide 

P>sitions 1743 and 1977 fx 

1 Q iy72 > f or example 1712- 
tn ino " ~ id 1902 to 1977 #x. 

° iy/2 w expression 



17 A composition according to^^FA^ 

reC ° mblnant ^P^ide expressed by means Van t0 ^ ^ P ° ,yPeptide 15 * 

y means ofan expression vector as defined m claims. 

18 A com Position according to anv of , • \ 

-fficen, amount of the composition possib, T adrntntstratering . 

^.top^eaptt^l Z e l aeeepta L 
«V type 3 po, yp ep„ des derived f ^ ^ H** 3 ™** mc, udl n g 
5 type 2 po|ypeptides C ° re ' "*» -d/o. type 4 and/or type 
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19. Anybody nused upon • 

is 1-, "^"nization with =. 

e po,yp8p " dK - - ^ or z 9 ^ ^ 

n - 17 or 18. 

W contacting tn e biological sam 

° f araptavidio „ r avidin T """'y b ou n d to a solid su bs« K h „ 

M ~~ <- -°ou 0 d JZX ^ 

coadi.iop,, / ' t^nr hbd.,*,' ' d 

0") Seeing a,/,^ f ° der *PP«>pr,a K 

densitometry aV* * \ \^ UBec 9&plexes visualh, 

and mfenU ^ J, 7~ usually or by means Qf 

"y6ndiza Uon pa ttera . \ ^^^s^esen, f ron ^ 

^ ° f 2 <~oo accord^ to L of ^ - / 

of th. diff * ° re P OTic "^^ibzJ«X--r P e "' a biological 

« *e dJTerem types t0 De d * to< ™*S3gE| Md NJ ^ g,cal 

" — of o„e o r more serolog. :r p !X * ~ ° f ™V a.,,,0^ 

Poly ep„ de 1S of - U> unecomplex (wherein 

"""""y bo u „d to a S o, Id subs[r ™ ° f 3 P0, ypepIide ^ , s 

MSmUlI SHEET ,R U1E2S) 
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Oi) -ovu.g unbound co mp o n e nts 
Oii) incubating the ikm 

anfibldies having ^ ^"^T"^ * " ^ «* 

Ov) detecting the prLeAc 

densitomet^andlfl 6 ^ ^^exes visually or bv 

y <ma mtemag the HCV semt nn - , y mean s of 

pa-em. T V Ser0, ^«' 9P- presen, from ^ 

22 A Ktfordelem]infflgite M 

" Po^iblya, leas, one primer \ .. hEffl - "mpnsmg: 

«>d/or HCV type 5> or mjle JZ^. a " d/OT » C V type 3 aad/o, HCV , ype 4 
- at least one probe comp&wti7 \ \ CrS ' 

**** °A« f «Sv! y T l im 7 - preftraWy ta «*■»*» 

- Probes b eing L fe L lobS ,,yPe20r0,her,yPeSOfHCV .-* 
« « VW S °' id SU " !tfaK ' - -ore 

—n between ^ p^CSpl* b 4 bybrid^ion 
- a means for detectil]g fc hyb ^ J T y «U» „ be carried olK 

* e Hcv **• - ,n f er,n g 

aAF , \ ° bSerVed ^" d -ionpa tt e ra . 

— — i. a b.o.ogicai s^; r,oT fe " "» 

^e„ . e se po , ypept , des J^££* - -»U bm*ng reaction 

W aSamSI HCV V«™ «. *e biologioa, 
• * ™°°s for deKc , mg , he \ 

e com Plexes formed in hL „ r .,• 

"f Preceding binding 
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reaction, 
P°«ibJy ai so 

* eHCV genotype presen 
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